Genomic analysis of the 2009 influenza A (H1N1) virus in humans indicates that it is closely related to common reassortant swine influenza A viruses isolated in North America, Europe, and Asia (Fig. 1) . [2] [3] [4] The segments coding for the polymerase complex, hemagglutinin, nuclear protein, and nonstructural proteins show high similarity with the swine H1N2 influenza A viruses isolated in North America in the late 1990s (Table 1) . H1N2 and other subtypes are descendants of the triple-reassortant swine H3N2 viruses isolated in North America. They have spread in swine hosts around the globe and have been found to infect humans. 5 The segments coding for the neuraminidase and the matrix proteins of the new human H1N1 virus are, however, distantly related to swine viruses isolated in Europe in the early 1990s (Table 2 ). In particular, the closest isolated relatives of the neuraminidase segment have 94.4% similarity at the nucleotide level with European swine influenza A virus strains from 1992.
In the past few years, there Figure 2 shows the nucleotide identities and the numbers of years between the initial isolation of a given sequence of influenza A virus deposited in the NCBI database and the initial isolation of its closest relative. A total of 98% of all sequences of human influenza A viruses have relatives with at least 99% nucleotide identity, and 95% have a relative that was initially isolated within 2 years before their own first appearance. These numbers suggest that researchers have sampled human influenza A viruses efficiently -and point to a high degree of homogeneity among human influenza A viruses. Swine influenza A viruses have not been sampled as efficiently as human influenza A viruses; nevertheless, 86% of all segments from such strains have relatives with at least 99% nucleotide identity, and 71% have a relative that was initially isolated within 2 years before their own first appearance. Only 2% of all swine influenza A virus sequences have 94% nucleotide identity with their closest relative, and in 2% of cases, the closest relative appeared at least 20 years earlier. Figure 3 shows the numbers of sequences from human and swine hosts isolated on various continents and deposited in the 
